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sp I P00V37 | HPT1_H0MAN MSALGAVIALLLWGQIiFAVDSGKDVTDIADDGCPKPPEIAHGYVEHSVRYQCKNYyKLRT S 0 

sp I P0073S I HPT2_H0MAN MSALGAVIALLLWGQLFAVDSGNDVTDIADDGCPKPPEIAHGYVEHSVRYQCKNYYKLRT 6 0 

sp|P5 0417|HPT ATEGE MSALGAVIALLLWGQLFAVDSGITOVTDIADDGCPKPPEIANGYVEHLVRYQCKKYYRLRT 6 0 

tr[QS0574 |QS0574 MRALGAWTLLLWGQLFAVELGNDAMDFEDDSCPKPPEIANGYVEHLTOYRCRQFYRLRA SO 

tx-[QS1646|Q61646 MRALGAWTLLDWGQLFAVELGNDAMDFEDDS CPKPPE IANGYVEKLVRYRCRQFYRLRA S 0 

sp ! QS2558 | HPT_MUSSA MRALGAWTLLLWGQLFAAELGNDAMDFEDDSCPKPPEIANGYVEHLVRYRCRQFYRLRT S 0 

splP06866 |HPT_RAT MRALGAWTI.1.LWGQLFAVELGNDATDIEDDSCPKPPEIANGYVEHLVRYRCRQFYKLQT SO 

tr IO3508S |O35086 MPJUjGAVVTLLLWGQLFAVDLSOTAMDTADDSCPKPPEIENGYVEHLVRYRC - QHYRLRT 59 

sp|P190 06|HPT CANFA EDTGSEATNHTEVSLPKPPVIENGYVEHMIRYQCKPFYKLHT 42 



sp|P00737|HPTl_HUMAN EGDGVYTLN 69 

sp | P00738 | HPT2_HUMAN EGDGVYTIJSTOKKQWINKAVGDICLPECEADDGCPKPPEIAHGYVEHSVRYQCKNYYKLRTE 12 0 

sp | P5 04 17 I HPT_ATEGE EGDGVYTLN 59 

trlQS0574|QS0574 EGDGVYTLN 69 

tr|QSlS46 |QS1S4S EGDGVYTLN 59 

sp|QS2558|HPT_MUSSA EGDGVYTLN 69 

sp J P0S8S6 I HPT_RAT EGDGIYTLN 69 

tr|O35086|O35086 EGDGVYTLN 58 

sp | PI 9 0 0 6 I HPT_CANFA EGDGVYTLN 51 



sp I P00737 | HPT1_HUMAN JffiKQWINKAVGDKLPECEAVCGKPKNPANPVQRILGGHLDAKGSFPWQAKMV 121 

sp | P00738 | HPT2_HUMAN GDGVYTLI^nffiKQWINKAVGDKLPECEAVCGKPKNPANPVQRILGGHLDAKGSFPWQAitMV 18 0 

sp ! P50417 | HPT_ATEGE KEKQWTNKAVGDKLPECEAVCGKPKNPAWPVQRILGGHLDAKGSFPWQAKMV 121 

tr|Q60574 |Q60574 DEKQWMNTVAGEKLPECEAVCGKPKHPVDQVQRI IGGSMDAKGS FPWQAKMI 121 

tr]Q61646 |Q6164S DEKQWVNTVAGEKLPECEAVCGKPKHPVDQVQRI IGGSMDAKGS FPWQAKMI 121 

sp I QS2558 | HPT_MUSSA DEKQWVNTAAGEKLPECEAVCGKPKHPVVQVQRI IGGSMDAKGS FPWQAKMI 121 

sp|P0S8SS |HPT_RAT SEKQWVNPAAGDKLPKCEAVCGKPKHPVDQVQRI IGGSMDAKGS FPWQAKMI 121 

tr |O35086 |O35086 SEKQWVNTAAGERLPECEAVCGKPKHPVDQVQRI IGGSLDAKGSFPWQAKMV 120 

sp | P1900S | HPT_CANFA SEKHWTNKAVGEKLPECEAVCGKPKNPVDQVQR.IMGGSVDAKGSFPWQAKMV 103 



sp|P00737|HPTl_HUMAN S HHNLTTGATL IlffiQWLLTTAKNLFLNHSENATAKD I APTLTLYVGKKQLVE I EKWLHP 181 

sp|P00738|HPT2_HOMAN SHIMLTTGATLINEQWLLTTAKl^FLNHSENATAKDIAPTLTLYVGKKQLVEIEKWLHP 24 0 

sp | P50417 | HPT_ATEGE SRHNLTTGATLI]ffiQWLLTTAKl^FIjNHSE3SrATAiCD I APTLTLYVGKNQLVE IEKWLYP 181 

tr|Q60574|Q60574 SRHGLTTGATL I SDQWLLTTAKNLFLNHSETASGKD IAPTLTLYVGKNQLVE IEKVILHP 181 

tr | Q6 1 6 4 6 | Q6 1 6 4 6 SRHGLTTGATL I SDQWLLTTAKNLFLNHSETAS AKD I TPTLTLYVGKNQLVE IEKWLHP 1 8 1 

sp |Q62558 |HPT_MUSSA S RHGLTTGATL I SDQWLLTTAKNLFLNHSETAS AKD I APTLTIiYVGKNQLVE IEKWLHP 1S1 

sp | P06866 | HPT~RAT SRHGDTTGATLISDQWLLTTAQNLFLNHSENATAKDIAPTLTLYVGKNQLVEIEKVVLHP 181 

tr |O35086 |O35086 SRHELITGATLISDQWLLTTAKNLFLNHSEDATSKDIAPTLKLYVGKMQPVEIEKWIHP 180 

sp | PI 9 0 0 6 | HPT_CANFA SHHNLTSGATLINEQWLLTTAKNLFLGHKDDAKAND IAPTLKLYVGKNQLVEVEKWLHP 1 S 3 



sp | P00737 | HPT1_HUMAN NYSQVDIGLIKLKQKVSVNERVMPICLPSKDYAEVGRVGYVSGWGRNAHFKFTDHLKYVM 241 

sp ] P0073S | HPT2_HUMAN KYSQVDIGLIKLKQKVSVNERVMPICLPSKDYAEVGRVGYVSGWGRNANFKFTDHLKYVM 3 00 

sp | P5 04 17 | HPT_ATEGE NYSQVDIGLIKLKDKVPVNERVMPICLPSKDYAEVGRVGYVSGWGRNANFKFTDHLKYVM 2 41 

tr | QS0574 | Q6 0574 NHS WD I GL I KLKQRVLVTERVMP I CL PS KDY VAPGRVGYVSGWGRNQDFRFTDRLKY VM 241 

tr |Q6164S |QS164S NHSWDIGLIKLKQRVLVTERVMPICLPSKDYIAPGRVGYVSGWGRNANFRFTDRLKYVM 241 

sp | QS2558 (HPT_MUSSA NHSWDIGLIKLKQRVLVTERVMPICLPSKDYVAPGRVGYLSGWGRNVNFRFTERFKYVM 241 

sp | P068 S 6 j HPT_RAT ERSWDIGLIKLKQKVLVTEKVMPICLPSKDYVAPGRMGYVSGWGRNVNFRFTERLKYVM 241 

tr |O3508S |03508S NRS WD I GVI KLRQKVPVNERVMP I CLPSKD YI APGRMGYVS GWGRNANFRFTDRLKYVM 240 

sp | P1900S | HPT_CANFA DYSKVDIGLIKLKQKVPIDERVMPICLPSKDYAEVGRIGYVSGWGRNSNFNFTELLKYVM 223 



sp [ P0 073 7 jHPTl_HUMAN LPVADQDQCIRHYEGSTVPEKKTPKSPVGVQPILNEHTFCAGMSKYQEDTCYGDAGSAFA 301 

sp i P0 073 8 | HPT2_HOMAN LPVADQDQCIRHYEGSTVPEKKTPKS PVGVQPILNEHTFCAGMSKYQEDTCYGDAGSAFA 3 6 0 

sp | P50417 |HPT ATEGE LPVADQYQCVKHYEGSTVPEKKTPKS PVGQQPILNEHTFCAGMSKYQEDTCYGDAGSAFA 301 

tr|QS0574|QS 0 574 LPVADQDKCWHYEKSTVPEKKNFTS PVGVQPILNEHTFCAGLTKYEEDTCYGDAGSAFA 3 01 

tr|QS154S |QS1S46 LPVADQDKCWHYENSTVPEKKNLTS PVGVQPILNEHTFCAGLTKYQEDTCYGDAGSAFA 301 

splQS25 58 |HPT_MUSSA LPVADQDKCWHYENSTVPEKKNFTSPVGVQPILNEHTFCVGLSRYQEDTCYGDAGSAFA 3 01 

sp|P0S8SS | HPT_RAT LPVADQEKCELHYEKSTVPEKKGAVTPVGVQPILNKHTFCAGLTKYEEDTCYGDAGSAFA 301 

tr |O35086 )O350S6 LPVADQDSCMLHYEGSTVPEKEGSKSSVGVQPILNEHTFCAGMTKYQEDTCYGDAGSAFA 300 

sp | P19 0 06 | HPT_CANFA LPVADQDKCVQHYEGSTVPEKKSPKSPVGVQPILKEHTFCAGMSKFQEDTCYGDAGSAFA 2 8 3 
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Figure 4b 



sp | P00737 | HPT1_HUMAN 
spjP00738 |HPT2_H0MAN 
sp j PS 04 17 j HPT_ATEGE 
trlQS0574 ]QS0574 
tr |Q61646 |Q61S46 
sp | QS 2 5 5 3 | HPT_MUS SA 
sp j P06 8 6S j HPT_RAT 
tr |O35086 |O3508S 
sp PI 9 0 0 6 j HPT_CANFA 



VHDLEEDTWYATG I LS FDKS CAVAE YGVYVK VTS I QDWVQKT I AEN 347 
VHDLEEDTWYATGI LSFDKS CAVAEYGVYVKVTS I QDWVQKT I AEN 4 06 
VHDLEEDTWYAAGILSFDKS CGVAEYGVYVKATS I QDWVQKT I AEN 347 
I HDMEEDTWYAAG I LSFDKS CAVAE YGVYVR ATDLKD WVQETMAKN 347 
I HDMEEDTWYAAG ILS FDKS CAVAEYGVYVRATDLKD WQETMAKN 3 47 
I HDMEEDTWXAAGILS FDKS CAVAE YGVYVRATDLKDWVQETMAKK 347 
VHDTEEDTWYAAGILS FDKSCAVAEYGVYVKATDLKDWVQETMAKN 347 
IHDLEQDTWYAAGILSFDKSCSVAEYGVYVKVNSFLDWIQETMAKN 3 45 
VHDQDEDTWYAAGILS FDKS CTVAE YGVYVK VPS VLAWVQET IAGN 3 29 
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CE1S3 MVLLEDSGS ADFRRHFVNLS PFTI TWLLLSACFVTS SLGGTDKELRLVDGENKCSGRVE 6 0 

CD1S3 cyt Var 1 MVLLEDSGSADFRRHFVNLSPFTITWLLLSACFVTSSLGGTDKELRLVDGENKCSGRVE SO 

CD163 cyt! var 2 MVLLEDSGSADFRRHFVNLSPFTITWLLLSACFVTSSLGGTDKELRLVDGENKCSGRVE SO 

CD1S3 ext. cell. Var. MVLLEDSGSADFRRHFVMX.SPFTITWLLLSACFVTSSLGGTDKELRLVDGENKCSGRVE SO 



r|Q07898 |Q0789S VKVQEEWGTVCNlJGWSMEAVSVICNQLGCPTAIKAPGWANSSAGSGRIWMDHVSCRGilES 120 

r | Q079 01 | Q07901 VKVQEEWGTVCNNGWSMEAVSVICNQLGCPTAIKAPGWANSSAGSGRIWMDHVSCRGNES 120 

r (Q079OO |Q07900 VKVQEEWGTVCNNGWSMEAVS VI CNQLGCPTAI KAPGWANS SAGSGRI WMDHVS CRGNES 120 

r jQ07893 |Q07899 VKVQEEWGTVCNKGWSMEAVS VI CNQLGCPTAI KAPGWANSSAGSGRIWMDHVS CRGNES 120 

r|Q07898 |Q07898 ALWDCKHDGWGKHSNCTHQQDAGVTCSDGSNLEMRLTRGGNMCSGRIEIKFQGRWGTVCD 180 

r|Q07901 |Q07901 ALWDCKHDGWGKHSNCTHQQDAGVTCSDGSNLEMRLTRGGNMCSGRIEIKFQGRWGTVCD 180 

r|Q07900 ]Q07900 ALWDCKHDGWGKHSNCTHQQDAGVTCSDGS1TLEMRLTRGGKMCSGRIE IKFQGRWGTVCD 180 

r | Q078 99 | Q078 99 ALWDCKHDGWGKHSNCTHQQDAGVTCSDGSNLEMRLTRGGNMCSGRIE IKFQGRWGTVCD 180 



tr|Q07898|QO7898 
tr|Q0790l|Q07901 
tr|Q07900 jQ07900 
tr|Q07899 |Q07899 



DNFNIDHASVICRQLECGSAVSFSGSSNFGEGSGPIWFDDLICNGNESALWNCKHQGWGK 240 
DNFNIDHASVICRQLECGSAVSFSGSSNFGEGSGPIWFDDLICNGNESALWNCKHQGWGK 240 
DNFNI DHAS VI CRQLECGS AVSFS GSSNFGEGSGP I WFDDLI CNGNES ALWNCKHQGWGK 240 
DNFNI DHAS V I CRQLECGS AVS FSGSSNFGEGSGP I WFDDL I CNGNES ALWNCKHQ GWGK 240 



tr|Q07898 [Q07898 
tr|Q0790l|Q07901 
tr|Q07900|Q07900 
tr|Q07899 |Q07899 



HNCDHAEDAGVICSKGADLSIJUjVDGVTECSGRLEVRFQGEWGTICDDGWDSYDAAVACK: 300 
HNCDHAEDAGVICSKGADLSLRLVDGVTECSGRLEVRFQGEWGTICDDGVmSYDAAVACK 3 00 
HNCDHAEDAGVICSKGADLSLRLVDGVTECSGRIjEVRFQGEWGTICDDGWDSYDAAVACK 3 00 
KOSfCDHAEDAGVICSKGADLSLRLVDGVTECSGKLEVRFQGEWGTICDDGWDSYDAAVACK 300 



tr|Q07898 |Q07898 QLGCPTAVTAIGRVNASKGFGHIWLDSVSCQGHEPAWQCKHHEWGKHYCNHNEDAGVTC 360 

trlQ0790l|Q07901 QLGCPTAVTAIGRVNASKGFGHI^DSVSCQGHEPAWQCKHHEWGKHYCHHNEDAGVTC 3 60 

tr]Q07900 |Q07900 QLGCPTAVTAIGRVNASKGFGHIV^DSVSCQGHEPAWQCKHHEWGKHYCNHNEDAGVTC 360 

tr | Q078 99 | Q078S9 QLGCPTAVTAIGRVNASKGFGHim.DSVSCQGHEPAWQCKHHEWGKHYCOTHNEDAGVTC 350 

tr | Q078 98 | QO 78 98 SDGSDI^LRLRGGGSRCaGTVEVEIQRIiGKVCDRGWGLKEADVVCRQLGCGSALKTSYQ 42 0 

tr|Q07901 |Q07901 SDGSDLELRtiRGGGSRCAGTVEVEIQRLLGKVCDRGWGLKEADVVCRQLGCGSAIiKTSYQ 420 

tr [Q07900 (Q07900 SDGSD1ELRLRGGGSRCAGTVEVEIQRLLGKVCDRGWGLKEADVVCRQLGCGSALKTSYQ 420 

tr |Q078 99 |Q07899 SDGSDLELRLRGGGSRCAGTVEVEIQRLLGKVCDRGWGLICEADWCRQLGCGSALKTSYQ 420 

triQ07898|Q07898 VYSKI QATNTWLFLS S CNGNETSLWDCKNWQWGGLTCDHYEEAKITCSAHREPRLVGGD I 480 

tr |Q07901 1 Q07901 VYS K I QATNTWLFLS S CNGNETSLWDCKNWQWGGLTCDHYE EAKI TCSAHRE PRLVGGD I 480 

tr|Q07900|Q07900 VYSKI QATNTWLFLS S CNGNETSLWDCKHWQWGGLTCDHYE EAKITCSAHREPRLVGGD 1480 

trfQ07899 [Q07899 VYSKIQATOTWLFLSSCNGIffiTSLTOCKNWQWGGLTCDHYEEAKITCSAHREPRLVGGDI 480 

tr|Q07898 |Q07898 PCSGRVEVKHGDTWGSICDSDFSLEAASVLCRELQCGTWS ILGGAHFGEGNGQIWAEEF 540 

tr | Q07 9 01 | QO 79 0 1 PCSGRVEVKHGDTWGS I CDSDFSLEAAS VLCRELQCGT WS ILGGAHFGEGNGQIWAEEF 540 

tr|QO79O0 |Q07900 PCSGRVEVKHGDTWGS I CDSDFSLEAAS VLCRELQCGTWS ILGGAHFGEGNGQIWAEEF 540 

tr |Q07899 |Q07899 PCSGRVEVKHGDTWGS ICDSDFSLEAASVLCRELQCGTWS ILGGAHFGEGNGQIWAEEF 540 

tr|Q07S9S |Q07898 QCEGHESHLSLCPVAPRPEGTCSHSRDVGVVCS 573 

tr|Q07 9 01 |Q079Ol QCEGHESHLSLCPVAPRPEGTCSHSRDVGVVCSSKTQKTSLIGSYTVKGTGLGSHSCLFL S00 

tr|Q07900 |Q07900 QCEGHESHDSLCPVAPRPEGTCSHS RDVGWCS 573 

tr |Q07899|Q07899 QCEGHESHLSLCPVAPRPEGTCSHS RDVGWCS 573 



tr|Q0789S|Q07898 
tr |Q07901 |Q07901 
tr |Q07900 ]Q07900 
tr|Q07899 |Q07899 



RYTEIRLVKGKTPCEGRVELKTLGAWGSLCNSHWDIEDAHVLCQQLKCGVALST 627 

KP(ZLLPGYTEIRLWGKTPCEGRVELKTLGAWGSLCNSHWDIEDAHVLCQQLKCGVALST 660 

RYTE IRLVNGKTPCEGRVELKTLGAWGSLCTSHWDIEDAHVLCQQLKCGVALST 6 2 7 

RYTE IRLVNGKTPCEGRVELKTLGAWGSLCNSHWDIEDAHVLCQQLKCGVALST 6 27 



